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1 PCR-D GGE 16SrDNA V3
Tab.1 Overview o the bacterial 16SrD NA fragments obtained in this study
(%)
EU 258612 Uncultured bacterium clone Napoli-1B-52 (A Y592607) 99 1
EU258617 Uncultured bacterium clone E7 (AM411562) 100 2
EU258613 Uncultured bacterium clone 6mML 2 Q08 (EF630321) 100 3
EU 258620 Uncultured bacterium clone P13-83 (EU287176) 100 4
EU258619 Uncultured bacterium clone Toolik_Jun2005_shruborg_74(DQ509967) 93 5
EU258615 Uncultured bacterium clone MD2902-B142 ( EU385993) 98 6
EU258618 Uncultured apha Proteobacterium clone HCM3MC83_9B_FF (EU373868) 100 7
EU 258616 Uncultured bacterium clone EP4-07 (EF491505) 99 8
EU 258614 Uncultured Aci dobacteria bacterium clone ESB2 (EF061216) 99 9
2.3 9 (Actinobac-
BLAST  GenBank teria, 3 ), (Chloroflexi , 2 ) y-
16S (Gammarproteobacteria, 2 ) ,
rDNA 93% 100 % ( 1 (Acidobacteria,1 ) «a- (Alpha
9 proteobacteria,l ) 5
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D NA extraction and D GGE analysis of the bacterial community
of a deep-sea sediment sample collected at the East Pacific
Ocean
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Abstract : The total genomic DNA of a deep-sea sediment sample collected at the East Pacific Ocean was
extracted usng a combined chemical and protease-lysis method. The sze of DNA was about 21 kb, and
could be used directly for PCR-based molecular research after purification. PCR-D GGE profile of bacterial
16S rDNA V3 fragments gave rise to more than 15 bands. Blast analyss revealed that most of the retrieved
sequences from D GGE bands were closely related to uncultured clones from various marine sediment envi-
ronments, and the dominant groups were Actinobacteria, Chloroflexi , Gammaproteobacteria, Alphapro-
teobacteria and Acidobacteria.
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